(-40) 
1 

Met Gly Arg Pro Leu His Leu Val Leu Leu Ser Ala Ser Leu Ala Gly Leu Leu Leu 
ATG GGG CGC CCA CTG CAC CTC GTC CTG CTC AGT GCC TCC CTG GCT GGC CTC CTG CTG 
9 18 27 36 45 54 



(-4) (-1) 
40 

Leu Gly Glu Ser Leu Phe lie Arg Arg Glu Gin Ala Asn Asn lie Leu Ala Arg Val Thr Arg 
CTC GGG GAA AGT CTG TTC ATC CGC AGG GAG CAG GCC AAC AAC ATC CTG GCG AGG GTC ACG AGG 
66 75 84 93 102 111 120 

(+1) 
41 

Ala Asn Ser Phe Leu Glu Glu Met Lys Lys Gly His Leu Glu Arg Glu Cys Met Glu Glu Thr 
GCC AAT TCC TTT CTT GAA GAG ATG AAG AAA GGA CAC CTC GAA AGA GAG TGC ATG GAA GAG ACC 
129 138 147 156 165 174 183 



Cys Ser Tyr Glu Glu Ala Arg Glu Val Phe Glu Asp Ser Asp Lys Thr Asn Glu £he Trp Asn 
TGC TCA TAC GAA GAG GCC CGC GAG GTC TTT GAG GAC AGC GAC AAG ACG AAT GAA TTC TGG AAT 
192 201 210 219 228 237 246 



Lys Tyr Lys Asp Gly ,Asp Gin Cys Glu Thr Ser Pro Cys Gin Asn Gin Gly Lys Cys Lys Asp 
AAA TAC AAA GAT GGC GAC CAG TGT GAG ACC AGT CCT TGC CAG AAC CAG GGC AAA TGT AAA GAC 
255 264 273 282 291 300 309 

Gly Leu Gly Glu Tyr Thr Cys Thr Cys Leu Glu Gly Phe Glu Gly Lys Asn Cys Glu Leu Phe 
GGC CTC GGG GAA TAC ACC TGC ACC TGT TTA GAA GGA TTC GAA GGC AAA AAC TGT GAA TTA TTC 
318 327 336 345 354 363 372 

Thr Arg Lys Leu Cys Ser Leu Asp Asn Gly Asp Cys Asp Gin Phe Cys His Glu Glu Gin Asn 
ACA CGG AAG CTC TGC AGC CTG' GAC AAC GGG GAC TGT GAC CAG TTC TGC CAC GAG GAA CAG AAC 
381 390 399 408 417 426 435 



Ser Val Val Cys Ser Cys Ala Arg Gly Tyr Thr Leu Ala Asp Asn Gly Lys Ala Cys He Pro 
TCT GTG GTG TGC TCC TGC GCC CGC GGG TAC ACC CTG GCT GAC AAC GGC AAG GCC TGC ATT CCC 
444 453 462 471 480 489 498 

178 179 180 181 182 183 

Thr Gly Pro Tyr Pro Cys Gly Lys Gin Thr Leu Glu Arg Arg Lys Arg Ser Val Ala Gin Ala 

ACA GGG CCC TAC CCC TGT GGG AAA CAG ACC CTG GAA CGC AGG AAG AGG TCA GTG GCC CAG GCC 

507 516 525 534 543 552 561 



Thr Ser Ser Ser Gly Glu Ala Pro Asp Ser He Thr Trp Lys Pro Tyr Asp Ala Ala Asp Leu 
ACC AGC AGC AGC GGG GAG GCC CCT GAC AGC ATC ACA TGG AAG CCA TAT GAT GCA GCC GAC CTG 
570 579 588 597 606 615 624 



R6 
22 9 

Asp Pro Thr Glu Asn Pro Phe Asp Leu Leu Aso Phe Asn Gin Thr Gin Pro Glu Arg Gly Asp 
GAC CCC ACC GAG AAC CCC TTC GAC CTG CTT GAC TTC AAC CAG ACG CAG CCT GAG AGG GGC GAC 
633 642 651 660 669 678 687 

R5 R4 R3 R2 Rl 
234 235 

Asn Asn Leu Thr Arg He Val Gly Gly Gin Glu Cys Lys Asp Gly Glu Cys Pro Trp Gin Ala 
AAC AAC CTC ACC AGG ATC GTG GGA GGC CAG GAA TGC AAG GAC GGG GAG TGT CCC TGG CAG GCC 
696 705 714 723 732 741 750 



Fig. 1-1 



Leu Leu He Asn Glu Glu Asn Glu Gly Phe Cys Gly Gly Thr He Leu Ser Glu Ph^ nvr ti« 
CTC ATC AAT GAG GAA AAC GAG GGT TTC TGT GG* Gg£ ACT ATT CTG aIc ^G CTC TM ATC 
759 768 777 786 795 804 813 

~™ *™ Ala Ala His 078 Leu ^ Gln Ala Ar 9 p he Lys Val Arq Val Glv Asd Ara Asn 

^ GCC ttC CTC TAC CAA GCC AAG AgI TTC aI G GTG AgI GTA ^ »g ^G ffi 

822 831 840 849 858 867 8 76 

Thr Glu Gin Glu Glu Gly Gly Glu Ala Val His Glu Val Gin val v»i T io t„„ u- 
ACG GAG CAG GAG GAG GGC GGT GAG GCG GTG CAC GAG GTO Sg K I TC £g £c jffi £g 

BBb 894 903 912 921 930 939 

™S LyS Glu Thr ^ Asp Phe As P Ile Ala Val Leu Arg Leu Lys Thr Pro He Thr- Ph^ 

TTC ACA AAG. GAG ACC TAT GAC TTC GAC ATC GCC GTG CTC CGG CTC A^S ACC CCC ATC ACC CTC 
948 957 966 97 5 984 993 1002 

Arg Met Asn Val Ala Pro Ala Cys Leu Pro Glu Arq Asp Tro Ala Glu Ser- Thr- t*>„ m~*- 
CGC ATG AAC GTG GCG CCT GCC TGC CTC CCC GAG CGT GAC GCC GAG TCC IS ATG 25 

1011 1020 1029 1038 1047 1056 1065 

« nln ITS Gly Ile Val Ser G1 * Phe G1 y Ar 9 Th r His Glu Lys Gly Arg Gin Ser Thr Ara 

U CAG AAG ACG GGG ATT GTG AGC GGC TTC GGG CGC ACC CAC GAG AAG GGC cla CAG TCC ACC AgI 

1074 1083 1092 1101 HIO 1119 1128 

UJ iXZ ?2S LeU Glu Val Pro ^ Val As P Aro Asn Ser Cys Lys Leu Ser Ser Ser Phe He 

- CTC AAG ATG CTG GAG GTG CCC TAC GTG GAC CGC AAC AGC TGC AAG CTG TCC A§C AGC 5? ATC 

!" J/ 1145 II 55 H64 1173 1182 1191 

^ Ile Thr Gln Asn Met phe Cys Ala Gly Tyr Asp Thr Lys Gin Glu Asd Ala tv« ri„ n„ 

Hi ^ ATG ™ TGT GCC GGC TAC GAC ACC AAG CaS So & ^ ffi 

•- 1200 1 2 09 1218 1227 1236 1245 1254 

2 Ser Gly Gly Pro His Val Thr Arg Phe Lys Asp Thr Tyr Phe Val Thr Glv II* v*l <r™ 

W A GC GGG GGC CCG CAC GTC ACC CG? TTC AAG GAC ACC tIc TO GTG C^C ATC GTC £§ £g 

Q 1263 1272 l 2fi l 1290 1299 1308 1317 

^ Si? Ser 078 Ala Ar 9 L ^ s Gl Y L V S T y r G1 Y He Tyr Thr Lys Val Thr Ala Phe I^t, T V <, 

- GGA GAG AGC TGT GCC CGT AAG GGG AAG TAC GGG ATC TAC ACC AAG GTC ACC GCC TTC CTC £l 

H 1326 1335 1344 1353 1362 1371 1380 



469 470 

Trp He Asp Arg Ser Met Lys Thr Arg Gly 
TGG ATC GAC AGG TCC ATG AAA ACC AGG GGC 
1389 1398 1407 

488 

Ile Thr Ser Ser Pro Leu Lys TER 
ATA ACG TCC TCT CCA TTA AAG TGA 
1452 1461 1467 



475 476 480 

Leu Pro Lys Ala Lys Ser His Ala Pro Glu Val 

TTG CCC AAG GCC AAG AGC CAT GCC CCG GAG GTC 

1416 1425 1434 1443 
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